ABSTRACT Salmonella enterica serovar Dublin, which can cause enteritis and systemic infections in humans, has been associated with antimicrobial resistance. Here, we report draft genome sequences of seven multidrug-resistant S. Dublin isolates from human samples. These sequences will contribute to an understanding of pathogenesis and resistance determinants in this serovar.
S
almonella enterica serovar Dublin, a significant cause of foodborne diseases for animals and humans, is generally transmitted through unpasteurized milk and cheese (1, 2) . It is also known to have a propensity for causing invasive infections with multidrug resistance, which complicates the therapeutic approach (1, (3) (4) (5) (6) . In this report, we present seven draft genome sequences of S. Dublin isolates collected from humans in Nebraska.
Blood, MacConkey, chocolate, and/or Hektoen enteric agar plates were used to culture human stool, blood, and synovial fluid specimens. Bacterial cultures were incubated overnight at 35°C. Salmonella species are non-lactose fermenters and H 2 S producers. A MicroScan WalkAway system (Beckman Coulter, Brea, CA) was used for identification of Salmonella species (Table 1) . Serovar designations were made by pulsed-field gel electrophoresis and subsequently confirmed by whole-genome sequencing (WGS) using the MiSeq platform (Illumina, CA, USA). Strains from overnight cultures were tested for antimicrobial susceptibility to certain antibiotics using the disk diffusion method and interpreted using CLSI guidelines (Table 1) .
A single colony of an overnight blood agar plate culture at 35°C was used for genomic DNA extraction using the MagNA Pure compact nucleic acid isolation kit I using the MagNA Pure compact instrument (Roche Diagnostics, IN, USA). DNA quality and quantity were determined using the NanoDrop 2000 UV-visible spectrophotometer (Fisher, MA, USA) and the Qubit 3.0 fluorometer (Invitrogen, CA, USA), respectively.
Genomic libraries were prepared using the Nextera XT library prep kit (Illumina) as instructed by the manufacturer. WGS was performed according to the manufacturer's protocol using a 250-bp paired-end chemistry. The following parameters were used to assess the quality of the run: Phred quality score (quality score 30 Ͼ 75%), cluster density (600 to 1,300), and percentage of clusters passing filters (Ͼ80%). Default parameters were used for all bioinformatics software unless otherwise specified. The quality of the sequence reads was evaluated using FastQC 0.10. After subsequent quality trimming using Trimmomatic 0.33, the contigs of genomic sequences were de novo assembled using SPAdes 3.12, and contigs with a size less than 200 bp were filtered out using BBmap 38.06. The quality of the de novo assembled genomes were determined using QUAST 4.1 ( Table 1 ). The draft genome of each strain was annotated using the NCBI Prokaryotic Genome Annotation Pipeline (PGAP) 4.8 (https://www.ncbi .nlm.nih.gov/genome/annotation_prok/). All bioinformatics tools used in this study except PGAP were made available through https://github.com/github. 
